Abstract
Introduction

60
Tuberculosis (TB) is caused by the bacterial pathogen Mycobacterium tuberculosis (Mtb) and 61 other members of the Mtb complex (MTBC). TB kills more people globally than any other infectious 62 disease. There are however considerable regional variations in TB incidence rates, and indigenous 63 people are generally found to have higher rates of disease than non-indigenous people [1] . 'Proximate 64 determinants' of TB such as smoking and food insecurity are generally more prevalent in indigenous 65 people compared to non-indigenous people, and may be substantial contributors to the high burden of 66 TB in these communities [2] . Understanding how the pathogen was dispersed and is maintained 67 among indigenous populations is important for designing improved strategies for TB control in these 68 often disproportionally affected populations.
70
The MTBC comprises seven human adapted lineages, which show strong phylogeographic 71 structure and vary in the extent of their global distribution [3] [4] [5] . The most widely globally dispersed 72 MTBC lineage is lineage 4 (L4), also known as the "Euro-American" lineage [6, 7] . Ten sublineages 73 of L4 have been described, which vary in their global distributions from broad to highly localized [8] .
74 Spatial and temporal patterns of L4 dispersal suggest that it was spread through European colonial 75 migrations to Africa and the Americas [3, 4, 6, 7, 9, 10]. 
